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FIGURE 1 




65381 07 



OLIGODEOXYNUCLEOTIDE SEQUENCE FOR 5' SIDE PRIMER 



Primer HS-1 



CGTGGCCATCCTGGGCAACACCCTG 
G C GG " CT 

G 
T 



En 



fn 



? ! I. 

£ ; 
f ~ 

* =7 



HTRHR 

HUMRANTES 

HSBLR1A 

HUMSOMAT 

RNU02083 

U00442 

HUMNMBR 

HSHM4 

RATAADRE01 

HUMSSTR3X 

HUMC5AAR 

HUMRDC1A 

HUMOPIODRE 

RATA2BAR 



CCTGGGCATTGTAGGCAACATCATGGT 
CATTGGCCTGGTTGGAAACATCCTGGT 
CCTGGGCGTGATCGGCAACGTCCTGGT 
GGTGGGGCTGGTGGGCAACGCCCTGGT 
AGTGGGCCTCTTCGGAAACTTCCTGGT 
GGTGGGCTTAGTGGGCAATTCCCTGGT 
CGTGGGCTTGCTGGGCAACATCATGCT 
GGTGACCATCATCGGCAACATCCTGGT 
CTTTGCCATCGTGGGCAACATCTTGGT 
GGTGGGCCTGCTGGGTAACTCGCTGGT 
GGTGGGAGTGCTGGGCAATGCCCTGGT 
CATCGGCATGATTGCCAACTCCGTGGT 
CGTGGCGGTGCTCGGCAACCTCGTGGT 
GCTGGCAGTGGCGGGCAACGTGCTGGT 
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FIGURE 2 



OLIGODEOXYNUCLEOTIDE SEQUENCE FOR 3' SIDE PRIMER 



Complementary Sequence TTTGCCATCTGCTGGATGCCCCACAAC 
to Primer HS-2 C C TTT C 

' G G 

T T 



HUMSGIR 

HUMB0MB3S 

S46950 

MUSGPCR 

S43387 

RATNEURA 

RATA1ARA 

HUMOPIODRE 

HUMNEKAR 

RATADENREC 

HUMSRI1A 

S8637154 

RNCGPCR 

HUMSSTR4Z 

RATGNRHA 



TTTGCCCTCTGCTGGTTCCCTCTCAAC 
TTTGCCCTCTGCTGGTTGCCAAATCAC 
TTTGCCCTCTGCTGGCTGCCCCTACAC 
TTTGCCCTCGTCTGGTGCCCTCTCAAC 
TTTGCCCTTTTATGGATGCCCTACAGG 
TTTGCCATCTGCTGGCTGCCCTATCAC 
TTTGCCCTCAGCTGGCTGCCGCTGCAT 
TTTGCCATCTGCTGGCTGCCCTATCAC 
TTTGCCATCTGCTGGCTGCCCTACCAC 
TTTGCCTTGTGCTGGCTGCCTTTGTCC 
TTTGTCATCTGCTGGATGCCTTTCTAC 
TTTGCTATCTGCTGGCTGCCCTATCAT 
TTTGCCGCCTGCTGGATGCCTTTTACC 
TTTGTGCTCTGCTGGATGCCTTTCTAC 
TTTGCACACTGGTCGAAGCCAGACAAA 
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FIGURE 3 

OLIGODEOXYNUCLEOTIDE SEQUENCE FOR 5' SIDE PRIMER 



Primer 3A 



Primer 3B 

ts sr. 

CR L11064 
[t L11065 
Lu D16349 
m X69676 
U M35328 
fU M73482 
? * M73481 
O L08893 
%2 X62933 

X62934 
J05189 
M60786 
L04672 
X61496 
X59249 
L09249 
P30731 
M31210 
U03642 



CTGACCGCTCTIACIACTGACCGATAC 
T T GG GT AC 

G 

CTGACCGCT'CTI ACI ACTGACCGATAT 
T T [ GG GT AC 

G 

CTCACCATGATGAGCGTGGACCGCTAC 
TTGACCATGATGGAGTGTGACCGCTAC 
CTCTGCACCATGAGCGTGGACCGCTAC 
- CTGATGCTCGTGAGTATCGACCGCTAC 
■CTTACGGCACTGTCAGCTGACAGGTAC 
CTCACTGCCCTCAGCGCCGACAGGTAC 
, CTCACGGCGCTCTCGGCAGACAGATAC 
TTAACAATTCTCAGCGCTGACAGATAC 
ATGACCGCCATCGCCGCTGACAGGTAC 
ATGACAACTGTGGCCTTTGACAGATAC 
ATGACAGCCATTGCAGTGGACAGGTAT 
CTCTGCGCTCTCAGTGTGGACAGGTAC 
CTCACCTGCCTCAGCATTGACCGCTAC 
TTGCTGGCTATCACTGTGGACCGCTAC 
TTGCTGGCCATTGCTGTAGACCGATAC 
CTCACCTGCCTCAGCATTGACCGCTAC 
CTGACAGCTATCGCAGTGGACCGCCAC 
CTCCTCGCCATCGCCATTGAGCGCTAT 
CTCACCGGCCTCAGCTTCGACCGCTAC 
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FIGURE 4 



OLIGODEOXYNUCLEOTIDE SEQUENCE FOR 5' SIDE PRIMER 

Primer 3C CTCGCCGCTATIAGCATGGACCGITAC 

G CC G T T 

i 
f 

Primer 3D CTCGCCGCTATIAGCATGGACCGITAT 

G CC G T T 



ATTACCTGCATGAGTGTCGATAGGTAC 
CTCACGTGTCTCAGCATCGATCGCTAC 
CJCACGTGTCTCAGCATCGATCGCTAC 
CTCACGTGTCTCAGCATTGATCGATAC 
CTGGTAGCCATCTCTCTGGAGAGATAT 
CTCGTGGCCATAGCCCTGGAGCGATAC 
CTCGTGGCCATCGCACTGGAGCGGTAC 
CTGGCCTGCATCAGTGTGGACCGTTAC 
TTGGCCTGCATCAGTGTGGACCGTTAC 
CTGGCTACCATTAGTGCCGACCGTTTC 
ATCGCCCTCATTGCTCTGGACCGCTGT 



L32840 
X64052 
M90065 
M91464 
M88096 
M99418 
L04473 
M73969 
X65858 
S46665 
M60626 



5/79 



FIGURE 5 

OLIGODEOXYNUCLEOTIDE SEQUENCE FOR 3' SIDE PRIMER 

Complementary Sequence TTTACCITCTGTTGGI CGCCCTACCACATC 
to Primer 6A GT TC T T 

Compl ementary Sequence TTCACCITCTGTTGG I CGCCCTACCACATC 
to Primer 6B GT TC T T 



C3 L11064 
H L11065 
S D16349 
?t X59676 
u\ M35328 
f R M73482 
\ & M73481 
fy L08893 
t? t X62933 
15 X62934 
^3 J05189 

M60786 
L04672 
X61496 
X59249 
L09249 
P30731 
M31210 
U03642 



TTCGTGGTGTGCTGGGCGCCCATCCACATC 
TTCATCATCTGTTGGACCCCCATTCACATC 
TTTATCGTCTGCTGGACCCCCATCCACATC 
TTTGTGCTGTGTTGGGTGCCTTTCCAGATC 
TTTGCCTTCTGCTGGCTCCCCAACCATGTC 
, TTCATCTTCTGTTGGTTTCCAAACCACATC 
TTCGCCTTCTGCTGGCTCCCCAATCATGTC 
TTTGCCCTCTGCTGGTTGCCAAATCACCTC 
TTTGCCATCTGCTGGCTGCCCTACCACCTC 

i . 

TTCGCCATCTGCTGGCTGCCCTTCCACATC 
TTTGCCATCTGCTGGCTGCCCTATCACGTG 
TTCGCCCTGTGCTGGTTCCCTCTTCACTTA 
TTTGTCATCTGCTGGCTGCCCTACCACGTG 
TTTGCCGCCTGCTGGATGCCTTTTACCCTC 
TTTGCCTTGTGCTGGCTGCCTTTGTCCATC 
TTTGCCATCTGCTGGCTGCCCTACCACGTG 
TTTGCCCTCTGCTGGTTCCCTCTCAACTGC 
TTCATCGCCTGCTGGGCACCGCTCTTCATC 
TTTGCCCTGTGCTGGATGCCCTACCACCTG 
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FIGURE 6 



OLIGODEOXYNUCLEOTIDE SEQUENCE FOR 3' SIDE PRIMER 



Complementary Sequence 
to Primer 6C 



TTTTTCITTTGCTGGITTCCCTACCACATG 



T 
I 



T 
i 



L32840 
X64052 
M9006.5 
M91464 
M88096 
M99418 
L04473 
M73969 
X65858 
S46665 
M60626 



TTCATCATTTGCTGGCTTCCCTTCCATGTT 
TTCTTCTTTTCCTGGGTTCCCCACCAAATA 
TTCTTCTTTTCCTGGGTTCCCCACCAAATA 
TTTTTCTTTTCCTGGATTCCCCACCAAATA 
TTCTTCCTGTGCTGGATGCCCATCTTCAGC 
TTCTTCCTGTGTTGGCTGCCAGTGTACAGC 
TTTTTTCTGTGTTGGTTGCCAGTTTATAGT 
TTCCTGCTTTGCTGGCTGCCCTACAACCTG 
TTCCTGCTTTGCTGGCTGCCCTACAACCTG 
TTCTTTATCTTCTGGCTGCCCTATCAGGTG 
TTTTTTCTCTGCTGGTCCCCATATCAGGTG 
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FIGURE 7 

OLIGODEOXYNUCLEOTIDE SEQUENCE FOR 5' SIDE PRIMER 



Primer T2A 



u 

\i HUMGALAREC 
En RATADRA1B 
'K HUMADRB1 
[g RABI L8RSB 

& ■ HUMOPIODRE 

Ji BTSKR 
fU " HUMSRI2A 
h Z HUMSSTR3Y 
Q HUMGARE 
^ HUMCCKAR 

HUMSHTR 
HUMD1B 
HUM5HT1E 
HUMD4C 
MMSERO 
RATADRA1A 
S57565 



GTCACCAACITGTTCATCCTCAICCTG 
C AC GT T 

' A 



ACCACCAACCTGTTCATCCTCAACCTG 
CCCACCAACTACTTTATCGTCAACCTG 
ACCACCAACCTGTTCATCCTCAACCTG 
GTCACCGACGTCTACCTGCTGAACCTG 
G.TCACCAACTCCTTCCTCGTGAACCTG 
GTGACCAACTACTTCATCGTCAACCTG 
ATCACCAACATTTACATCCTCAACCTG 
GTCACCAACGTCTACATCCTCAACCTG 
GTCACCAACGCCTTCCTCCTCTCACTG 
GTCACCAACATCTTCCTCCTCTCCCTG 
CCCTCCAACTACCTGATCGTGTCCCTG 
ATGACCAACGTCTTCATCGTGTCTCTG 
CCTGCCAACTACCTAATCTGTTCTCTG 
CCCACCAACTCCTTCATCGTGAGCCTG 
GCCACCAACTATTTCCTGATGTCACTT 
GTCACCAACTATTTCATCGTGAACCTG 
CTGACCAATTGCTTCATTGTGTCCCTG 
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FIGURE 8 

COMPLEMENTARY OLIGODEOXY NUCLEOTIDE SEQUENCE TO 3' SIDE PRIMER 
Complementary Sequence AACCCCITCITCTATTGCTTTITCICT 



to Primer T7A 


T T r r r r 

r 


HUMGALAREC 


i 

AATCCTATCATTTAT^rATTTPTrTrT 


RATA1ADREC 


A A C C C C A T f G T r T A T G r r T T r r r; cz & t r 


PIGA2R 


AATCCTCTrTTTTATGGPTTTrTcrrr 


RAT5HTRTC 


, HACLLIAILAILIALCCGCTCTTTATG 


S58541 


AACCCCATCATTTATGCCTTTAATGCT 


HUMGRPR 


AACCCCTTTGCCCTCTACCTGCTGAGC 


MUSGRPBOM 


AACCCCTTTGCTCTTTATCTGCTGAGC 


RRVT1AIIR 


AACCCTCTGTTCTACGGCTTTCTGGGG 


HUMADRB1 


, AACCCCATCATCTACTGCCGCAGCCCC 


HSHM4 


AACCCCGTGTGCTATGCTCTGTGCAAC 


HUMGARE 


AACCCCCTGGTCTACTGCTTCATGCAC 


RATCCKAR 


AACCCCATCATCTATTGCTTCATGAAC 


S59749 


AATCCCATGCTCTACACCTTCGCTGGC 


HUMSST28A 


AACCCCGTCCTCTACGGCTTCCTCTCG 


RNGPROCR 


AACCCCATCCTCTACGGCTTCCTCTCC 


MUSSSRI1A 


AACCCCATACTCTACGGCTTCCTGTCG 


HUMA1AADR 


AACCCGCTCATCTACCCCTGTTCCAGC 


S66181 


AACCCGGTTCTCTACGCCTTCCTGGAC 


HUMSSTR3Y 


AACCCCATCCTTTATGGCTTCCTCTCC 



9/79 



FIGURE 9 



OLIGODEOXYNUCLEOTIDE SEQUENCE FOR 5' SIDE PRIMER 



Primer TM1-A2 



J: MUSBB2R 
E n BTSKR 

- BOVEETBR 
Lu HUMNEUYREC 
J h MMSUBKREC 

HUMPGE2R 
HUMPIR 
1; HSU11053 
-.3 RRMC3RA 
* 3 HUMMR 

MUSGRPBOM 

RATCHOLREC 

RATCCKAR 



TGITGGTTATIGGIGTTGTIGGIAA 
CC GC C G 

i 

r 



TGGTGGTGGTGGTGGTGGTGGGCAA 
TGGTGCTGGTGGCTGTGATGGGCAA 
TGTTCGTGCTGGGCATCATCGGAAA 
TGATCATTCTTGGTGTCTCTGGAAA 
TGGTGCTGGTGGCTGTAACAGGCAA 
TGTTCATCTTCGGGGTGGTGGGCAA 
TGTTCGTGGCCGGTGTGGTGGGCAA 
TGTTCGTCGTGGGCTTGGTGGGCAA 
TGGTGATCCTGGCTGTGGTGAGGAA 
TGGTTATCCTGGCCGTGGTCAGGAA 
TCATCGTGATAGGTCTTATTGGCAA 
TCTTTCTGATGAGTGTTGGCGGAAA 
TATTCCTTCTCAGTGTGCGGGGGAA 
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FIGURE 10 



COMPLEMENTARY OLIGODEOXYNUCLEOTIDE SEQUENCE TO 3* SIDE PRIMER 



Complementary Sequence GCCATIACCITGGACAGATACCGAT 
to Primer TM3-B2 ATA C G A G 

r 



\% HUMCCKR 

\l HUMCCKBGR 

& MMGMC5R 

? l HUMV2R 

IU RATNEURA 

I Sl DOGGSTRN 

f* RAT5HT5A 

[J MUSALP2ADA 

Is HUMAD0RA1X 

^3 HUMOPIODRE 

" MUSGRPBOM 

RATCCKAR 
HSTRHREC 



GCCATCGCACTGGAGCGGTACAG 

GCCATCGCACTGGAGCGGTACAG 

GCCATTGCGGTGGACAGGTACA 

GCCATGACGCTGGACCGCCACCG 

GCCATTGCAGTGGACAGGTA 

GCCATCGCCCTGGAGCGATACAG 

GCAATAGCTTTGGACCGCTACTGGT 

GCCATTAGTCTGGACCGCTACTGGT 

GCAATTGCTGTGGACCGCTACC 

GCCATCGCGGTGGACAGATACA 

GCACTGTCAGCTGACAGGTACAAA 

GCCATCTCTCTGGAGAGATATGG 

GCCTTTACCATTGAGAGGTACATA 
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FIGURE 11 



OLIGODEOXYNUCLEOTIDE SEQUENCE FOR 5' SIDE PRIMER 



Primer TM3-C2 



CATGGCCGTGGAGAGITACITGGC 
TT C C T A 



HUMNK3R 

HSMRNAOXY 

S68242 

CFGPCR4 

MMSUBPREC 

HUMOPIODRE 

HUMGALAREC 

HSS31G 

HUMARB3A 

HUMHPR 

RATCCKAR 



CATTGCGGTGGACAGGTATATGGC 
CATGTCCCTGGACCGCTGCCTGGC 
CATATCGCTGGAGAGATACGGAGC 
CATCGCTCTGGACAGGTACTGGGC 
TGGCCTTTGACAGATACATGGC 
•CATCGCGGTGGACAGATACATGGC 
ATGTCCGTGGACCGCTACGTGGC 
CATTGCCCTGGACAGGTACTGGGC 
CCTGGCCGTGGACCGCTACCTGGC 
CATGGCCGTGGAGCGCTGCCTGGC 
CATCTCTCTGGAGAGATATGGCGC 
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FIGURE 12 



COMPLEMENTARY OLIGODEOXYNUCLEOTIDE SEQUENCE TO 3' SIDE 



Complementary Sequence TTTGCCI TCTGCTGGATCCCCAAC 
to Primer TM6-E2 C G C G TT 



HUMNEKAR 

HUMSUBPRA 

RATSKR 

MUSGRPBOM 

HUMOPIODRE 

HUMA2XXX 

HUMADRBR 

CFGPCR8 

HUMETSR 

MMNPY1CDS 

HSMRNAOXY 

RATCCKAR 



TTTGCCATCTGCTGGCTGCCCTAC 
TTCGCCATCTGCTGGCTGCCCTTC 
TTTGCCATCTGCTGGCTGCCCTAC 
, TTTGCCTTCTGCTGGCTCCCCAAC 
TTTGCCATCTGCTGGCTGCCCTA 
TTTGCCCTCTGCTGGCTGCCCCT 
TTCACCCTCTGCTGGCTGCCCTTC 
TTCGCCCCTCTGTGGCTGCCCCT 
TTTGCCCTCTGCTGGCTTCCCCT 
TTCGCCGTCTGCTGGCTGCCCCT 
TTCATCGTGTGCTGGACGCCTTTC 
TTCTTCCTGTGCTGGATGCCCATC 
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FIGURE 13 



OLIGODEOXYNUCLEOTIDE SEQUENCE FOR 5' SIDE PRIMER 



Primer TM2F18 



ARYYTIGCIITIGCNGAY 



Is 5= 
— *^ 

; - 



lu 

fn 



HUMTSHX 

HUMNEKAR 

HUMFMLP 

HUMI NTLEU8 

HUMAiAADR 

HUMIL8RA 

HSDD2 

HUMANTIR 

HUMSOMAT 

HUMEL4REC 

HSTRHREC 

HSU07882 



AACCTGGCCJTTGCGGAT 
AATCTGGCGCTGGCTGAC 
AACCTGGCCGTGGCTGAC 
AACCTAGCCTTGGCCGAC 
AACCTGGCCGTGGCCGAC 
AACCTGGCCTTGGCCGAC 
AGCCTCGCAGTGGCCGAC 
: AATTTAGCACTGGCTGAC 
AACCTGGCCGTAGCCGAC 
, AGCTTGGCTGTGGCTGAT 
AGCCTGGCAGTAGCTGAT 
AACCTGGCCTTAGCCGAT 



( R = 
I = 



A or G, Y = C or T, N = A, C, G or T, and 
Inosine ) 
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FIGURE 14 

COMPLEMENTARY OL I GODEOXYNUCLEOTI DE SEQUENCE TO 3' SIDE 

Complementary Sequence TTYNYNNTNTGYTGGITICCI 
to Primer TM6R21 



HSBAR 


f 

TTCACCCTCTGCTGGCTGCCC 


HUMNEKAR 


TTTGCCATCTGCTGGCTGCCC 


HUMETN1R 


TTTGfTPTTTGrTGGTTrrrT 


HUMHISH2R 


TTCATCATCTGCTGGTTTCCC 


HUMA1AADR 


TTCGTGCTCTGCTGGTTCCCT 


HUMIL8RA 


TTCCTGCTTTGCTGGCTGCCC 


HUMNMBR 


TTCATCTTCTGTTGGTTTCCT 


HUMNKIRX 


TTCGCCATCTGCTGGCTGCCC 


HUMSUBPRA 


TTCGCCATCTGCTGGCTGCCC 


HUM5HT1DA 


TTTATCATCTGCTGGCTGCCC 


HUMPFPR2A 


TTCTTCATCTGTTGGTTTCCC 


HSDD2 


TTCATCATCTGCTGGCTGCCC 


HUMNEUYREC 


TTTGCAGTCTGCTGGCTCCCT 


HUM2XXX 


TTTGCCCTCTGCTGGCTGCCC 


HUMBK2A 


TTCATCATCTGCTGGCTGCCC 


HUMFMLPX 


TTCTTCATCTGTTGGTTTCCC 


HUMSSTR3X 


TTCGTGCTCTGCTGGATGCCC 


HUMCCKR 


TTTTTTCTGTGTTGGTTGCCA 


HSNEURA 


TTTGTGGTCTGCTGGCTGCCC 



( Y = C or T, N = A, C, G or T, and I = Inosine ) 
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FIGURE 15 



OLIGODEOXYNUCLEOTIDE SEQUENCE FOR 5' SIDE PRIMER 



Primer S3A 



GCCTGITIAIGATGAGTGTGGAIAGIT 
. C G C TC C 



HUMGALAREC 

S70057 

S67127 

S44866 

HUMC5AAR 

HUMANTIR 

HUMBK2A 

HSNEURA 

HUMGRPR 

HUMFSRS 

HUMIL8RA 

HUMNEKAR 



CCCTGGCCGCGATGTCCGTGGACCGCT 
GCCTCGTGGCCATCGCACTGGAGCGGT 
ACCTCTGCGCTCTTAGTGTTGACAGGT 
.GTCTATGTGCTCTGAGTATTGACAGAT 
TCCTGGCCACCATCAGCGCCGACCGCT 
TACTCACGTGTCTCAGCATTGATCGAT 
TCCTGATGCTGGTGAGCATCGACCGCT 
ACGTGGCCAGCCTGAGTGTGGAGCGCT 
CACTCACGGCGCTCTCGGCAGACAGAT 
GCCTGACAGTCATGAGCGTGGACCGCT 
TGTTGGCCTGCATCAGTGTGGACCGTT 
CCATGACCGCCATTGCTGCCGACAGGT 
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FIGURE 16 



COMPLEMENTARY OLIGODEOXYNUCLEOTIDE SEQUENCE TO 3' SIDE PRIMER 



Complementary Sequence TGGITICCCTACCACITIATCAICATC 



3 Primer S6A 


T T GG GT 

f 

i 


HUMGALAREC 


TGGCTGCCGCACCACATCATCCATCTC 


S70057 


TGGTTGCCAGTTTATAGTGCCAACACG 


S67127 


TGGTTCCCTCTTCATTTAAGCCGTATA 


S44866 


_ TGGCTTCCCCTTCACCTCAGCAGGATT 


HUMC5AAR 


TGGTTGCCCTACCAGGTGACGGGGATA 


HUMANTIR 


TGGATTCCCCACCAAATATTCACTTTT 


HUMBK2A 


TGGCTGCCCTTCCAGATCAGCACCTTC 


HSNEURA 


TGGACTCCGTTCCTCTATGACTTCTAC 


HUMGRPR 


t TGGCTCCCCAATCATGTCATCTACCTG 


HUMFSRS 


TGGCTGCCCTTCTTCACCGTCAACATC 


HUMIL8RA 


TGGCTGCCCTACAACCTGGTCCTGCTG 


HUMNEKAR 


TGGCTGCCCTACCACCTCTACTTCATC 
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FIGURE 20 



i 

13 i 



.3 S= 



J. : 
•3 5? 



57-A-2 
HUMDRD5A 

57 -A- 2 
HUMDRD5A 

57-A-2 
HUMDRD5A 

57-A-2 
HUMDRD5A 

57-A-2 
HUMDRD5A 

57-A-2 
HUMDRD5A 

57-A-2 
HUMDRD5A 



10 20 30 40 50 

GTGGGCATGCTGGGCAACCTCClT^ AAnnr crrrnrm a tyzTOrrrr.TT 

GTGGCGCTTCTGGTCATGC-CC 

424 434 / 444 454 

60 V 70 80 90 100 

ACTGGCCCTTTGGAGCGTTCTGCGACGTCT 

........ .....„..,,.. >4> ;;«-----. .......... ........ 

ACTGGCCCTTTGGAGCGTTCTGCGACGTCTG^ 
464 474 484 494 504 

HO 120 130 140 150 

TCCTCCACTGCCTCCATCCTGAACCTGTGCGTCATC 

* . • *•••*•• ••••••• .... .... 

TGCTCC\CTGCCTCCATCCTGAACCTGTGCGTCAT(^ 
514 524 534 544 554 

160 170 180 190 200 

CTGGGCCATCTC.CAGGCCCTTCCGCTACAAGCGCAAGATGACTCAGCGCA 

CTGGGCCATCTCCAGGCCCTTCCGCTAC^ 
564 574 584 594 604 

210 220 230 240 250 

TCGCCTTGGTCATGGTCGGCCTGGCATGGACCTTCTCCATCC 

TGGCCTTGGTCATGGTCGGCCTGGCATG<^C 
614 624 634 644 654 

260 270 280 290 300 

TTCATTC CGGTC CAGGTCAACTGGG ACAGGGACCAGGCGGGCTCTTGGGG 

• **•**#»*•*•••* •••••III •*•*••••••■•»*■ • ■•••***• 

TTCATTCCC^TCCAGCTCAACTGGCACAG^ 
664 674 684 694 704 

310 

GGGGCTGGACCTGCCAAA 
::::::::::::::: :X 
CGGGCTGGACCTGCCAAA 
714 724 
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FIGURE 27 
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FIGURE 34 



1 CATCGTCAAGCAGATSAA^^ 60 



1 



1 



371 



1 



61 CTOCCCCTICTICCCGCGAGTOCTT^ j^q 



Met 1 



121 GCCICATCGACCACTCG^^ 180 

1 AlaSerSerThrrE^ArgGlyProArgValSerAspLeuPheSe^ 21 

131 GTOVCAACTCCCGCCAACCAGAGCGCAGftGGCCTOGGCG 240 

21 VaJ-Thr-IhrProAlaAsnGlnSerAlaGluAlaSer^ 41 

241 GCGGACGCICCAGCCGTCACGCCCTTC^ 300 

41 AlaAspAlaPrx^aValTfcrProPheGlnS si 

301 CTt^TCGTOCTGCTCTACAGCGT^ 360 

61 LeuIleVall^uI^uriyrSerValValValValValGlyLeuValGlyAsnC 81 

361 GITX'ITjGTGATCGCGCGGGTGCGCCGGCTGCA^ 420 

81 Vall^VallleAlaArgValArgArgl^uHisAsnValThrAsnPheL^u^ 101 

421 CTGGCCTTCTCCGACGTGCT^ 480 

101 LeuAlal^uSerAspVall^uMecCysTli^^ 121 

481 TTCGAGCCACGCGGCTGGGTGTTCGGCGGCGGCCTGTGCCACCT^ 540 
121 PheGluProArgGlyTtpValPheGlyGlyGlyLeuCysHisLeuValPhePheLeuGln 141 

541 CCGGTCACCGTCTAroiCTCGGTGT^ 60 o 

141 ProValThrValTyrValSerValPheT^ 161 

601 GTCCTII&TCCACCCGCTGAGGCGGCGCA!ICTCGCT 660 
161 ValLeuVaiHisProLeuArgArgArglleSerLeuArgLeuSerAlaTyrAlaValLeu 181 

361 GCCATCTGGGCGCTGTCCGCGGTGCIGGCGC^ 720 

181 AlaIleTrpA2aI^uSerAlaValI^uAlaLeuPr(^ 201 

721 GAGCTCAAGCCGCACGACGTGCGCCTCTGCGAGGA 780 

201 GluI^uLysProHisAspValArgl^cysGl^ 221 

781 CGCCAGCTCTACGCCTGGGGGCTqC^^ 840 

221 ArgGli^euTyrAlaTrpGlyU^ 241 

341 CTCCTGTCTTACGTCCGGGTGTCAGTGAAGCTCCGC^ 900 
241 LeuLeuS erTyrVa lArgVa 1 S er Valleys LeuAr gAsnAr gVa lVa lPr oGlyCy s Va 1 261 

? 01 ACCCAGAGCCAGGCCGACTGGGJ^CGCGCTCGGCGCCGGCGCACC I'l^HjC'l'llaC'l VjCy 'l U 960 

261 ThrGlnSerGlnAlaAspTrpAspArgA^ 281 

961 GTGGTCGTCGTGGTGTTCGCCGTCTGCTGGCT 1020 

281 ValValValValValPheAlaValC^sTrpI^uProI^i^ 301 

1021 GACCTCGACCCCCACGCCATCGACCC^^ 1080 

301 AspI^uAspProHisAlaXleA^ProTyrAlaPhe^ 321 

1081 TGGCICGCCATCAGTICGGC^ 114 0 

321 TrpLeuAlaMet^erSerAlaCyslVrAsnProPhelleTVrA^ 341 

1141 TTCCGCGAGGAGCTGCGCAAACTGTIXXnXTGCIT^ 1200 

341 PhaAzrgGluGluI^uArgLysI^uI^ValAlaTrpPro^ 361 

1201 CJU^TATGACCGTCAGCGTGGTCA^ 1260 

361 GlnAsnMetThrValSerValVallle*** 371 

1261 TCCACTTCAACTGGCCTCCTAGGGCACCACTCGAGGTCAA.TC I ^ l^ri A TTCTCAGCA 1320 



371 



1321 CCAGAGCTAGC 1331 



371 



371 
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FIGURE 37 
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FIGURE 40 
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FIGURE 46 

1 CAAAGCAACAGGTGCAAC^ ?2 

1 1 

73 CATAACCGCTCAGAAGAT^^ 144 

1 1 

145 GAGCAGTC^AGTCGCCTAGACC 21g 

1 1 

217 CTCGGGACTTGCAGCAC CGCCTCCTCTCT 288 

1 1 

- 289 GTCGCPCTTCCAGGCTTTCT^ 360 

1 1 

361 CTGTCCTGGGCCACTCCGlt^TCCTAGGCTACCTC 43 2 

1 1 
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FIGURE 49 
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FIGURE 52 
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FIGURE 55 
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FIGURE 56 
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FIGURE 62 
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FIGURE 65 
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FIGURE 66 
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FIGURE 67 
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FIGURE 69 



1 GAGCATAGGAAAKXTTCACAGGCAGTTATSGAGCAGGACAATKCACC^TCCAGGCTCCA 



60 



Me tGluGlnAsp Asr.G lyThr IleG InAlaPro n 



120 
31 



U GlyLeuProProThrThrCysValTyrA^^ 

121 GTATACTCCXJTGGTGCTGGTGGTCGGCCTGCCA^^ 

31 ValTyrSerValValLeuValValGlyL^^ 5° 

181 TGCG^TCCCGCCGGACCCTC^^ 

51 CysAlaSerArgArgT^LeuThrArgSe^^ 7 ^ 

241 GACCTGATGTATGCCTGTrCACTACCCCTACTTAT^ 300 

71 AspLeuMetTyrAlaCysSerLeuProLauL^ 91 

301 TCGCCCTTCGGAGACCTCCXTCTGCCGC 360 

91 TrpProPheGlyAspLeuAlaCysArgPheVa^^ m 

361 GGCAGCATCGTCTTCCTCAC 42Q 

111 GlySerlleLeuPhel^uThrCVsIl^^ 131 

421 CTCGCTTCCTGGCAC^AGCGTGGAGGTC 48Q 

131 LeuAlaSarTrpHisLysArgGlyGlyArgAr^ 151 

431 TGGCTCGCTGTGACAGCCCAGTGCCTGCCCA 540 

151 TrpLeuAlaValThrAlaGlnCysI^uProThr^ 171 

541 CGCAACCGCACTGTGTC^^CGACCTCAGCCC^ 600 

171 ArgAsnArgThjrValOysTVrAspLeuSerProProIleLeuSerTh^ 191 

601 TATGGTATGGCCCTCACGGTCATCGGOT^ 660 

191 TyrGlyMecAlaieuT^VaIIle<ny 2 11 

661 TATTGTCGC\TGGCCCGCCGCCTGTGTG^ 720 

211 TVrCysArgMetAlaArgAjrgLeuCysArgGl^^ 231 

721 GAGCGGCGCAGCAAGGCGGCT03TATGGCTGT^ 780 
231 GluArgArgSerLysMaAlaArgMecAlaValValValAlaAlaValPheAlalleSer 251 

781 TTCCTGCCTTTCCACATC^CCAAGAC^GCCTACTTXKOT 840 
251 PheLeuProPheKisIIeT^LysT^AlaTyrLeuAlaValArgSerThrProGlyVal 271 

841 TCTTGCCCTGTGCTGGAGACCTI^GCTGCIGCCTAC 900 

271 SerCysProValLeuGluTx^PheAlaAlaAlaTyr^^ 291 

901 GTCAACAGTGTTCTGGACCCCATTCTGTTXTrACTT^ g60 

291 ValAsnSerVaiLeuAspProIleLeuFhe^ 3ll 

961 CCCCACGATCTCTTACAGAGGCTCACATC 1020 

311 ProHisAspLeuLeuGlnArgLeuThrAlaLysTrpGlj^ 329 
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FIGURE 71 
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FIGURE 72 ' " * " 

9 18 27 36 45 54 

GCC ACC AAC GTG TTC ATC CTG TCA CTG GCC GAT GTG CTG GTG ACA GCC ATC TGC 

Ala Asp Val Leu Val Thr Ala lie Cys 

63 72 81 90 99 ieg 

CTG CCG GCC AGT CTG CTG GTA GAC ATC ACG GAA TCC TGG CTC TTT GGC CAT GCC 

Leu Pro Ala Ser Leu Leu Val Asp lie Thr Glu Ser Trp Leu Phc Gly His Ala 

117 126 135 144 153 162 

CTC TGC AAG GTC ATC CCC TAT CTA CAG GCC GTG TCC GTG TCA GTG CTC GTG CTG 

Leu Cys Lys Val lie Pro Tyr Leu Gin Ala Val Ser Val Ser Val Val Val Leu 

171 180 189 198 207 216 

ACT CTC AGC TCC ATC GCC CTG GAC CGC TGG TAC GCC ATC TGC CAC CCG CTG TTG 

Thr Leu Ser Ser lie Ala Leu Asp Arg Trp Tyr Ala lie Cys His Pro Leu Leu 

225 234 243 252 261 270 

TTC AAG AGC ACT GCC CGG CGC GCC CGC GGC TCC ATC CTC GGC ATC TGG GCG GTG 

Phe Lys Ser Thr Ala Arg Arg Ala Arg Gly Ser lie Leu Gly lie Trp Ala Val 

279 288 297 306 315 324 

TCG CTG GCT GTC ATG GTG CCT CAG GCT GCT GTC ATG GAG TGT AGC AGC GTG CTG 

Ser Leu Ala Val Met Val Pro Gin Ala Ala Val Met Glu Cys Ser Ser Val Leu 

333 342 351 360 369 378 

CCC GAG CTG GCC AAC CGC ACC CGC CTC CTG TCT GTC TGT GAT GAG CGC TGG GCA 

Pro Glu Leu Ala Asn Arg Thr Arg Leu Leu Ser Val Cys Asp Glu Arg Trp Ala 

387 396 405 414 423 432 

GAC GAC CTG TAC CCC AAG ATC TAC CAC AGC TGC TTC TTC ATT GTC ACC TAC CTG 

Asp Asp Leu Tyr Pro Lys lie Tyr His Ser Cys Phe Phe He Val Thr Tyr Leu 

441 450 459 468 477 486 

GCC CCA CTG GGC CTC ATG GCC ATG GCC TAT TTC CAG ATC TTC CGC AAG CTC TGG 

Ala Pro Leu Gly Leu Met Ala Met Ala Tyr Phe Gin He Phe Arg Lys Leu Trp 

495 504 513 522 531 540 

GGC CGC CAG ATC CCC GGC ACC ACC TCG GCC CTG GTG CGC AAC TGG AAG CGG CCC 
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FIGURE 73 



Gly Arg Gin He Pro Gly Thr Thr Ser Ala Leu Val Arg Asn Trp Lys Arg Pro 

549 558 567 576 585 594 

TCA GAC CAG CTG GAC GAC CAG GGC CAG GGC CTG AGC TCA GAG CCC CAG CCC CGG 

Ser Asp Gin Leu Asp Asp Gin Gly Gin Gly Leu Ser Ser Glu Pro Gin Pro Arg 

603 612 621 630 639 648 

GCC CGC GCC TTC CTG GCC GAG GTG AAA CAG ATG CGA GCC CGG AGG AAG ACG GCC 

Ala Arg Ala Phe Leu Ala Glu Val Lys Gin Met Arg Ala Arg Arg Lys Thr Ala 

657 666 675 684 693 702 

AAG ATG CTG ATG GTG GTG CTG CTG GTC TTC GCC CTC TGC TAC CTG CCC ATC AGT 

Lys Met Leu Met Val Val Leu Leu Val Phe Ala Leu Cys Tyr Leu Pro lie Ser 

711 720 729 738 747 756 

GTC CTC AAC GTC CTC AAG AGG GTC TTC GGG ATG TTC CGC CAA GCC AGC GAC CGA 

Val Leu Asn Val Leu Lys Arg Val Phe Gly Met Phe Arg Gin Ala Ser Asp Arg 

765 774 783 792 801 810 

GAG GCC ATC TAC GCC TGC TTC ACC TTC TCC CAC TGG CTG GTG TAC GCC AAC AGC 

Glu Ala He Tyr Ala Cys Phe Thr Phe Ser His Trp Leu Val Tyr Ala Asn Ser 

819 828 837 

GCC GCC AAT CCC CTC CTC TAC TCC TTC CTC CCT 3 ' 

Ala Ala 
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FIGURE 77 
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1 TC^CCTOUCATA^^ 60 

MecGluTrpAspAsnGlyThrGly 8 



61 ^GGCTCTGGGCTTCCC^CCACC^CCTCTC 
8 G^e*euGlyLeuPr 0 PraThrti^ 



X !i ^^'^AGATCTGCACGTCCCGCCGGGCCCTCACCCGCACGGCCGTGTACACCCTA^ 
48 ThzClnXleCys^SerArgArgAla^uThrArgTh^AlavIlS^S^^^ 




241 GCTCTGGC 
68 AlaLeuAl^L^uTy^^^ 

361 ^CCTCCACGGCAGCATCCTCTTCCTCACCTGCAT^^ 

128 CysHxsProLeuAlaProTrpHisLysArgGlyGlyArgArgMaSaSSvSSi 
148 ValThrValT^LeuAlaVallw^lnCysLeuProMSISS^^ 

t 

541 GGCATCCAGCGTAA.CCGCACTGTCTCCTATCACC^ a r 

163 GlylleGinArgA^gT^ 

188 *Vr^tPr«y=Gl^ 

208 ^uAlaCysTVrCysLeuLeuAlaCysArgLeuCysArgGln^ 

Si p^CCC^^AGCGGCGT^ 

228 ValAlaGlnGluArgArgGlyLysM^ 

Z?i ^CATCAGCITCCTGCCTTTTCA.CATC^ 
248 AlalleSerPhel^uProPhe^ 

841 CCGGGCGTCCCCTGCACTCT^^ 
263 ProGlyValPrcCysThrValLeuG^ 

901 CTKXX^GIGCCAAC^^ 

288 PfceAlaSerAlaAsnSerVall*^ 



120 
28 



TGTGTCATT 180 

ecysvallle 48 




1021 TCA 
328 *** 
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300 
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188 
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840 
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960 
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